. (A) Length distribution of small RNAs in breast cancer tissues. The sample was prepared by our lab group and the fraction of small RNAs was sequenced. There was a distribution in the length 26nt~32 nt. (B) Length distribution of small RNAs in cancerous and non-cancerous breast tissues. Original data were from the genebank database contributed by Persson, et al (Cancer Res 2011;71:78-86.).
(A) MCF7 cells were collected and total RNAs were isolated, PIWIL mRNAs were detected by RT-qPCR. GAPDH mRNA was set to be as an internal reference. By the recognition of target DNA/RNA sequence at promoter region, pi-sno75/PIWIL complex specifically interacting with WDR5, and subsequently recruits MLL3/hCOMPASS complex to the promoter region of TRAIL. The epigenetic modifications of the H3K4 methylation and H3K27 demethylation therefore take place.
